Homology model of the activation loop in active and inactive conformation.
Supplementary Figures and
Homology model of the activation loop in active and inactive conformation.
The activation loop (light orange) has several phosphorylation sites. Phosphate residues have been modeled to Ser-951 in the active conformation and to Thr-963 and Thr-968 in the inactive kinase conformation. Active conformation, Phospho-Ser-951 is surrounded by hydrophobic residues in the active conformation that destabilize this state. Inactive conformation, Phosphor-Thr 963 and -968 does not readily show any interacting partners which might explain why the inactive state is unfavored by phosphorylation of especially Thr-968. The active site in all models is marked with the ATP analogue AMP-PNP and Mg 2+ modelled from the template structures (PDB-id: 5LPV and 5UV4).
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